RESULT 1 
TMS5_HUMAN 

ID TMS5_HUMAN STANDARD; PRT; 4 57 AA. 

AC Q9H3S3; 

DT 16-OCT-2001 (Rel . 40, Created) 

DT 16-OCT-2001 (Rel. 40, Last sequence update) 

DT 05-JUL-2004 (Rel. 44, Last annotation update) 

DE Transmembrane protease, serine 5 (EC 3.4.21.-) (Spinesin) . 

GN Name=TMPRSS5 ; 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

OX NCBI_TaxID=9606 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC TISSUE=Brain; 

RX PubMed=11741986; DOI=10 . 1074/ jbc . M103645200 ; 

RA Yamaguchi N., Okui A., Yamada T., Nakazato H. , Mitsui S.; 

RT "Spinesin/TMPRSS5 , a novel transmembrane serine protease, cloned from 

RT human spinal cord."; 

RL J. Biol. Chem. 277:6806-6812(2002). 

CC -!- SUBCELLULAR LOCATION: Type II membrane protein (Potential). 

CC -!- TISSUE SPECIFICITY: Brain- specif ic . Predominantly expressed in 
CC neurons, in their axons, and at the synapses of motoneurons in the 

CC spinal cord. 

CC -I- SIMILARITY: Belongs to peptidase family SI. 

CC -!- SIMILARITY: Contains 1 SRCR domain. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinf ormatics and the EMBL outstation - 

CC the European Bioinf ormatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib . ch) . 

CC 

DR EMBL; AB028140; BAB20375.1; -. 

DR HSSP; P00746; 1FDP. 

DR MEROPS; SOI. 313; -. 

DR Genew; HGNC: 14908; TMPRSS5 . 

DR MIM; 606751; -. 

DR InterPro; IPR001254; Peptidase_Sl . 

DR InterPro; IPR001314; Peptidase_SlA. 

DR InterPro; IPR009003; Pept_Ser_Cys . 

DR InterPro; IPR001190; Srcr_receptor . 

DR Pf am; PF00089; Trypsin; 1 . 

DR PRINTS; PR00722; CHYMOTRYPS IN . 

DR SMART; SM0002 0; Tryp_SPc; 1. 

DR PROSITE; PS00420; SRCR_1 ; FALSE_NEG . 

DR PROSITE; PS50287; SRCR_2 ; FALSE_NEG . 

DR PROSITE; PS50240; TRYPS IN_DOM ; 1. 

DR PROSITE; PS00134; TRYPSIN_HIS; 1. 

DR PROSITE; PS00135; TRYPSIN_SER; 1. 

KW Glycoprotein; Hydrolase; Serine protease; Signal -anchor ; 

KW Transmembrane . 

FT DOMAIN 1 49 Cytoplasmic (Potential) . 

FT TRANSMEM 50 70 Signal -anchor for type II membrane 



PT 








protein (Potential) . 




PT 
r i 


uvjrirt. J.XM 


7 1 

/ J. 
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Extracellular (Potential) . 


PT 
r i 
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OCX J. 11C piULCaoC . 




PT 


ACT cjTTp 
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^ JO 


9 SR 
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\ lj y o x nix j. c*J- -L i~ y y . 


PT 
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APT ^TTP 
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( Rv fi i mi lari tv) . 

\ J_J V OXILIJ>± J- -L. *-» JT / * 


FT 


ACT SITE 


405 
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^ c i mi 1 ari t~v ^ 
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FT 


SITE 


217 


218 


Llcdvayc V rOUcntlaX / 




PT 


uiouur xu 


X j3 


X JO 


cy nnx. -idx. j. ty . 
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1 A R 


9 0S 


oy S3 llul Xaxl ty . 
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Z U -7 
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PT 


nTQTTT.PTFl 
L/xouxir xu 


94 7 




By similarity. 




PT 

r i 


■nTQTTT.PTTi 


1 "7 A 


"son 

J i7 U 


By similarity. 




PT 


DT^TTT.PTn 
L/iouur x,u 


4 n i 


49 Q 


By similarity. 




FT 


CARBOHYD 


163 


163 


N- linked (GlcNAc. . 


. ) (Potential) . 


FT 


CARBOHYD 


170 


170 


N-linked (GlcNAc. . 


. ) (Potential) . 


FT 


CARBOHYD 


195 


195 


N- linked (GlcNAc. . 


. ) (Potential) . 


FT 


CARBOHYD 


319 


319 


N-linked (GlcNAc. . 


. ) (Potential) . 


FT 


CARBOHYD 


375 


375 


N-linked (GlcNAc. . 


. ) (Potential) . 


SQ 


SEQUENCE 


457 AA; 


49574 


MW; 64406AB4985A2651 CRC64 ; 



Query Match 100.0%; Score 2481; DB 1; 

Best Local Similarity 100.0%; Pred. No. le-191; 
Matches 457; Conservative 0; Mismatches 0; 



Length 457; 
Indels 0; 



Gaps 



0; 



Qy 

Db 

Qy 
Db 

Qy 
Db 

Qy 
Db 

Qy 
Db 

Qy 
Db 

Qy 
Db 

Qy 

Db 



1 MSLMLDDQPPMEAQYAEEGPGPGIFRAEPGDQQHPISQAVCWRSMRRGCAVLGALGLLAG 

1 1 II Mill 1 1 1 1 1 II I II III II 1 1 Ml III II 1 1 1 1 1 1 1 II 1 1 1 Ml 1 1 1 1 II II 

1 MS LMLDDQPPMEAQ YAEEGPGPG I FRAE PGDQQHP I S QAVCWRSMRRGCAVLGALGLLAG 



61 



60 



60 



12 0 



AGVGSWLLVLYLCPAASQPISGTLQDEEITLSCSEASAEEALLPALPKTVSFRINSEDFL 

1 1 II II 1 1 1 1 1 1 1 1 II I II III II 1 1 II Mill II 1 1 1 1 1 1 1 II 1 1 1 III 1 1 1 1 II II 

61 AGVGSWLLVLYLCPAASQPISGTLQDEEITLSCSEASAEEALLPALPKTVSFRINSEDFL 12 0 



121 



180 



LE AQVRDQPRWLLVCHEGWS PALGLQ I CWSLGHLRLTHHKGVNLTD I KLNS SQEFAQLS P 

1 1 1 1 1 II II 1 1 II I II 1 1 1 II 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 II I II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

121 LE AQVRDQPRWLLVCHEGWS PALGLQ I CWS LGHLRLTHHKGVNLTD I KLNS SQEFAQLS P 180 



181 



240 



RLGGFLEEAWQPRNNCTSGQWSLRCSECGARPLASRIVGGQSVAPGRWPWQASVALGFR 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 II I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 M 1 1 1 1 II 1 1 

181 RLGGFLEEAWQPRNNCTSGQWSLRCSECGARPLASRIVGGQSVAPGRWPWQASVALGFR 240 



241 



300 



HTCGGS VLAPRWWTAAHCMHS FRLARLS S WRVHAGLVSHS AVRPHQGALVER 1 1 PHPLY 

1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 II I 1 1 1 1 1 1 1 1 1 1 II 1 1 M 1 1 II M M I II M 

241 HTCGGS VLAPRWWTAAHCMHS FRLARLS S WRVHAGLVSHS AVRPHQGALVER 1 1 PHPLY 300 



301 



360 



SAQNHDYDVALLRLQTALNFSDTVGAVCLPAKEQHFPKGSRCWVSGWGHTHPSHTYSSDM 

II 1 1 II 1 1 1 1 1 II 1 1 1 I M I II 1 1 1 II I 1 1 M I M 1 1 1 1 1 1 1 1 1 M I M 1 1 1 1 II I 

301 SAQNHDYDVALLRLQTALNFSDTVGAVCLPAKEQHFPKGSRCWVSGWGHTHPSHTYSSDM 360 



361 



420 



LQDTWPLFSTQLCNSSCVYSGALTPRMLCAGYLDGRADACQGDSGGPLVCPDGDTWRLV 

1 1 1 II 1 1 1 II 1 1 1 1 1 II I II II I II I M 1 1 1 II 1 1 1 1 M I II II I II 1 1 1 M II 1 1 1 1 

3 61 LQDTWPLFSTQLCNSSCVYSGALTPRMLCAGYLDGRADACQGDSGGPLVCPDGDTWRLV 42 0 



421 



457 



G WS WGRACAEPNHPG VYAKVAE FLD W IHDTAQDS LL 

1 1 1 1 II II 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 II 1 1 1 1 1 1 II II I 

421 GWSWGRACAEPNHPGVYAKVAEFLDWIHDTAQDSLL 457 



Database : UniProt_02 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



lo . 


Score 


Match 


Length DB 


ID 


Description 


1 


2481 


100. 


.0 


457 


1 


TMS5_HUMAN 


Q9h3s3 homo sapien 


2 


1956 


78. 


. 8 


445 


2 


Q8CJ17 


Q8cjl7 rattus norv 


3 


1944 


78. 


.4 


455 


2 


Q8CDR0 


Q8cdr0 mus musculu 


4 


1941 


78. 


,2 


455 


1 


TMS5JVI0USE 


Q9er04 mus musculu 


5 


1642 


66. 


,2 


371 


2 


Q8CJ16 


Q8cjl6 rattus norv 


6 


697.5 


28. 


, 1 


490 


2 


Q6P7D7 


Q6p7d7 rattus norv 


7 


697.5 


28. 


, 1 


490 


2 


AAH61712 


Aah61712 rattus no 


8 


696.5 


28. 


. 1 


453 


1 


TMS3_M0USE 


Q8klt0 mus musculu 


9 


696 


28. 


. 1 


454 


1 


TMS3_HUMAN 


P57727 homo sapien 


10 


696 


28 , 


. 1 


490 


2 


Q7TN04 


Q7tn04 mus musculu 


11 


695.5 


28. 


.0 


453 


2 


Q812A6 


Q812a6 mus musculu 


12 


691 


27. 


.9 


490 


1 


TMS2_M0USE 


Q9jiq8 mus musculu 


13 


689.5 


27. 


.8 


453 


2 


Q6ZMC3 


Q6zmc3 homo sapien 


14 


■689.5 


27 , 


.8 


453 


2 


AAQ88823 


Aaq88823 homo sapi 


15 


689.5 


27, 


.8 


453 


2 


BAD18806 


Badl8806 homo sapi 


16 


677.5 


27, 


.3 


490 


2 


Q920K3 


Q92 0k3 rattus norv 



Database 



Published_Applications_AA: * 



1 : /cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB . pep : * 

2 : /cgn2_6/ptodata/l/pubpaa/PCTJSTEW_PUB.pep: * 

3 : /cgn2_6/ptodata/l/pubpaa/US06_NEW_PUB.pep: * 

4 : /cgn2_6/ptodata/l/pubpaa/US06_PUBCOMB.pep: * 

5 : /cgn2_6/ptodata/l/pubpaa/US07_NEW_PUB.pep: * 

6: /cgn2_6/ptodata/l/pubpaa/PCTUS_PUBCOMB.pep: * 

7 : /cgn2_6/ptodata/l/pubpaa/US08_NEW_PUB.pep:* 

8 : /cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB.pep: * 

9 : /cgn2_6/ptodata/l/pubpaa/US09A_PUBC0MB.pep: * 
10 : /cgn2_6/ptodata/l/pubpaa/US09B_PUBCOMB.pep: * 
11 : /cgn2_6/ptodata/l/pubpaa/US09C_PUBCOMB.pep: * 
12 : /cgn2_6/ptodata/l/pubpaa/US09_NEW_PUB.pep:* 
13 : /cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB.pep:* 
14 : /cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB.pep: * 
15 : /cgn2_6/ptodata/l/pubpaa/US10C_PUBCOMB.pep: * 
16 : /cgn2_6/ptodata/l/pubpaa/US10D_PUBCOMB . pep : * 
17 : /cgn2_6/ptodata/l/pubpaa/US10_NEW_PUB.pep: * 
18 : /cgn2_6/ptodata/l/pubpaa/USll_NEW_PUB.pep: * 
19 : /cgn2_6/ptodata/l/pubpaa/US60_NEW_PUB.pep: * 
20 : /cgn2_6/ptodata/l/pubpaa/US60_PUBCOMB.pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



% 

Query 

Score Match Length DB ID 



Description 



1 
2 
3 
4 
5 
6 



2441.5 



2481 
2481 



100.0 
100.0 
98.4 
91. 9 
91.9 
90.0 



457 
457 
472 
480 
480 
414 




Sequence 110, App 
Sequence 71, Appl 
Sequence 27, Appl 

Sequence 10 8, App 
Sequence 108, App 

Sequence 69, Appl 



2280 
2280 
2234 



9 US-09-820-893-108 
15 US-10-607-565-108 
9 US-09-820-893-69 



Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/ l/iaa/5A_C0MB . pep : * 

2 : /cgn2_6/ptodata/l/iaa/5B_COMB .pep : * 

3 : /cgn2_6/ptodata/l/iaa/6A_COMB .pep : * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB .pep : * 

5 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB .pep : * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length 


DB 


ID 








Description 


1 


687 .5 


27 


7 


454 


3 


us- 


09 


-518 


-046-2 


Sequence 


2, Appli 


2 


651.5 


26 


3 


492 


3 


US- 


09 


-342 


-749-2 


Sequence 


2, Appli 


3 


651.5 


26 


3 


492 


4 


US- 


09 


-691 


-840-2 


Sequence 


2, Appli 


4 


649.5 


26 


2 


492 


4 


US- 


09 


-685 


-166A-895 


Sequence 


895, App 


5 


649.5 


26 


2 


492 


4 


US- 


09 


-879 


-792-14 


Sequence 


14, Appl 


6 


649.5 


26 


2 


492 


4 


US- 


09 


-679 


-426-895 


Sequence 


895, App 


7 


644 .5 


26 


0 


562 


4 


US- 


09 


-879 


-792-12 


Sequence 


12, Appl 


8 


633 .5 


25 


5 


477 


4 


US- 


10 


-177 


-661-2 


Sequence 


2, Appli 


9 


624 


25 


2 


446 


4 


US- 


10 


-177 


-661-4 


Sequence 


4, Appli 


10 


619.5 


25 


0 


416 


2 


US- 


09 


-000 


-846-2 


Sequence 


2, Appli 


11 


617 .5 


24 


9 


418 


4 


US- 


10 


-177 


-661-6 


Sequence 


6, Appli 


12 


604 .5 


24 


4 


417 


4 


US- 


09 


-820 


-002-4 


Sequence 


4, Appli 


13 


592 .5 


23 


9 


283 


3 


us- 


08 


-807 


-151-1 


Sequence 


1, Appli 


14 


592 .5 


23 


9 


283 


3 


us- 


09 


-478 


-957-1 


Sequence 


1, Appli 


15 


588 


23 


7 


376 


4 


us- 


09 


-820 


-002-2 


Sequence 


2, Appli 




RESULT 4 

US-09-820-893-108 

Sequence 108, Application US/09820893 
Patent No. US20020076705A1 
GENERAL INFORMATION: 
APPLICANT: Rosen et al . 

TITLE OF INVENTION: 31 Human Secreted Proteins 
FILE REFERENCE: PZ03 3P1 

CURRENT APPLICATION NUMBER: US/09/820 , 893 
CURRENT FILING DATE: 2001-03-30 
PRIOR APPLICATION NUMBER: 09/531,119 
PRIOR FILING DATE: 2000-03-20 
PRIOR APPLICATION NUMBER: 60/102,895 
PRIOR FILING DATE: 1998-10-02 
NUMBER OF SEQ ID NOS : 140 
SOFTWARE: Patentln Ver. 2.0 
SEQ ID NO 10 8 
LENGTH: 4 80 
TYPE: PRT 

ORGANISM: Homo sapiens 
US-09-820-893-108 

Query Match 91.9%; Score 2280; DB 9; Length 480; 

Best Local Similarity 99.8%; Pred. No. 4.8e-193; 

Matches 420; Conservative 0; Mismatches 1; Indels 0; Gaps 0; 
Qy 3 7 SQAVCWRSMRRGCAVLGALGLLAGAGVGS WLLVLYLCPAASQP I SGTLQDEE I TLSCSEA 96 

1 1 1 1 1 1 1 1 1 1 II 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I ! 1 1 

Db 60 SQAVCWRSMRRGCAVLGALGLLAGAGVGSWLLVLYLCPAASQP I SGTLQDEE I TLSCSEA 119 

Qy 97 SAEEALLPALPKTVSFRINSEDFLLEAQVRDQPRWLLVCHEGWSPALGLQICWSLGHLRL 156 

I ! 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 120 SAEEALLPALPKTVSFRINSEDFLLEAQVRDQPRWLLVCHEGWSPALGLQICWSLGHLRL 179 

Qy 157 THHKGVNLTDIKLNSSQEFAQLSPRLGGFLEEAWQPRNNCTSGQWSLRCSECGARPLAS 216 

II I I I i I I I I I I I I I I I I I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 180 THHKGVNLTDIKLNSSQEFAQLSPRLGGFLEEAWQPRNNCTSGQWSLRCSECGARPLAS 239 

Qy 217 RIVGGQSVAPGRWPWQASVALGFRHTCGGSVLAPRWWTAAHCMHSFRLARLSSWRVHAG 2 76 

I I I III I Ml II 1 1 1 1 1 1 1 Mill II 1 1 1 1 1 1 1 1 1 1 II II 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 

Db 240 RIVGGQSVAPGRWPWQASVALGFRHTCGGSVLAPRWWTAAHCMHSFRLARLSSWRVHAG 2 99 

Qy 277 LVSHSAVRPHQGALVERIIPHPLYSAQNHDYDVALLRLQTALNFSDTVGAVCLPAKEQHF 336 

II 1 1 II 1 1 III II I i I 1 1 1 1 Mill II II 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 

Db 3 00 LVSHSAVRPHQGALVERIIPHPLYSAQNHDYDVALLRLQTALNFSDTVGAVCLPAKEQHF 3 59 

Qy 33 7 PKGSRCWVSGWGHTHPSHTYSSDMLQDTWPLFSTQLCNSSCVYSGALTPRMLCAGYLDG 3 96 

1 1 II 1 1 Mill 1 1 1 1 1 1 II llllllllll II I II 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 II Mill 

Db 3 60 PKGSRCWVSGWGHTHPSHTYSSDMLQDTWPLFSTQLCNSSCVYSGALTPRMLCAGYLDG 419 

Qy 397 RADACQGDSGGPLVCPDGDTWRLVGWSWGB&AEPNHPGVYAKVAEFLDWIHDTAQDSL 456 

1 1 III II MM 1 1 1 1 1 1 II llllllllll/l fill I III II 1 1 II I II MINI II III 

Db 420 RADACQGDSGGPLVCPDGDTWRLVGWSWGSrGCAEPNHPGVYAKVAEFLDWIHDTAQDSL 479 

Qy 457 L 457 

I 

Db 480 L 480 



Database : PIR_79:* 

1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length DB 


ID 


Description 


1 


602.5 


24.3 


417 


1 


S00845 


hepsin (EC 3.4.21. 


2 


599.5 


24 .2 


416 


1 


S33777 


hepsin (EC 3.4.21. 


3 


546.5 


22.0 


1019 


1 


A56318 


enteropeptidase (E 


4 


524 


21.1 


638 


1 


KQHUP 


plasma kallikrein 


5 


522.5 


21.1 


638 


1 


KQRTPL 


plasma kallikrein 


6 


520.5 


21.0 


1034 


1 


A53663 


enteropeptidase (E 


7 


519.5 


20.9 


638 


1 


KQMSPL 


plasma kallikrein 


8 


515 


20.8 


1035 


1 


A43090 


enteropeptidase (E 


9 


513.5 


20.7 


343 


1 


A57014 


prostasin (EC 3.4. 


10 


510.5 


20.6 


625 


1 


KFHU1 


coagulation factor 


11 


506 


20.4 


855 


2 


JC7731 


membrane -bound arg 


12 


505 


20.4 


1113 


2 


JE0315 


low-density lipopr 


13 


482.5 


19.4 


270 


2 


S56160 


mast cell tryptase 



Database : A_Geneseq_23Sep04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

Pred., No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length DB 


ID 


Description 


1 


2481 


100 


0 


457 


3 


AAB11699 


Aabll699 


Human ser 


2 


2481 


100 


0 


457 


5 


AAU82752 


Aau82752 


Amino aci 


3 


2441.5 


98 


4 


472 


7 


ADJ38445 


Adj38445 


Human nov 


4 


2441.5 


98 


4 


472 


8 


ADH41503 


Adh41503 


Novel hum 


5 


2439.5 


98 


3 


472 


5 


ABG76906 


Abg76906 


Human hep 


6 


2415.5 


97 


4 


568 


7 


ADI21256 


Adi21256 


Novel hum 


7 


2406 


97 


0 


513 


8 


ADH41521 


Adh41521 


Novel hum 


8 


2400 


96 


7 


513 


8 


ADH41501 


Adh41501 


Novel hum 


9 


2400 


96 


7 


513 


8 


ADH41511 


Adh41511 


Novel hum 


10 


2400 


96 


7 


513 


8 


ADH41515 


Adh41515 


Novel hum 


11 


2400 


96 


7 


513 


8 


ADH41513 


Adh41513 


Novel hum 


12 


2400 


96 


7 


513 


8 


ADH41505 


Adh415 05 


Novel hum 



